. Genotyping with Eco72I. (A) Schematic representation of Eco72I digestion in wild-type alleles. Upon digestion PCR products with unmodified exon2 sequences are halved into two 673 basepair long fractions. (B) Comparsion of WT and KO, undigested and digested sequences. Wild type sequences are effectively halved, while KO sequences remainintact. M= Quick-Load® Purple 1 kb Plus DNA Ladder (New England Biolabs). Figure 3B . Significance (p-value) of difference between the average net cell displacements of wild type and Tks4-KO cells, calculated for each time point of two dimensional random motility assays. P-values were obtained using unpaired Student's t-tests, calculated for a pool of n=20 manually followed cells. (C) P-values of experimental data displayed in Figure 4B . Significance (p-value) of difference between the normalized perimeter of wild type and Tks4-KO cells, calculated for each time point of spheroid formation assays. P-values were obtained using unpaired Student's t-tests, calculated for a pool of n=9 microscopic fields. (D) P-values of experimental data displayed in Figure 4D Significance (p-value) of difference between the average speeds of wild type and Tks4-KO cells, calculated for each time point of three dimensional collagen invasion assays. P-values were obtained using unpaired Student's t-tests, calculated for a pool of n=3 wild type and n=6 Tks4-KO microscopic fields. Figure 5D .
